ABSTRACT
INTRODUCTION
Presently, it is very imperative to mitigate the challenge of developing an antiviral drug for treatment of common cold. Common cold is a disease which is being caused by rhino viruses due to lack of specific treatment against this virus. Although, randomized therapy possess some better therapeutic effect but at the same time patients may also suffer from some adverse effects.
The symptom includes some cholinergic effect on the peripheral nervous system followed by nasal stuffiness, sneezing, cough & throat infections. If symptoms are not treated for longer time they may lead to some life threatening diseases such as chronic obstructive pulmonary diseases (COPD), asthma, cystic fibrosis etc. On the light of literature findings, there is no specific antiviral drug which can cure the diseases which in turns extend the therapy as well as cost. 4 Previous studies have indicated that A. franchetianum showed promising bioactivity against porcine respiratory & reproductive syndrome virus (PRRSV). 5 To date, very few species of Arisaema genus have been explored for their biological actions. Thus, present study was intended to computationally discover the in-silico lead hits from the genus of Arisaema against rhino virus.
MATERIALS & METHODS
Molecular docking simulations were run on Maestro 9.3 version (Schrodinger LLC suite) equipped with core TM processor, 3 GB RAM and 180 GB with centrp linux as the operating system. The tested phytoconstituents chemical structures were collected from the literature (Scifinder, Pubmed, Google Scholar).
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Protein Preparation & Grid Configuration
The crystal structure of human rhino protein (PDB: 2XYA) was imported from RCSB protein bank in scrupulous PDB format. 6 The protein was accounted in complex with 2-Phenylquinolin-4-ol as an internal standard. Protein preparation was initiated through protein pre-process pace which deals with the addition of polar hydrogen and removal of metal ions, cofactor and water molecule outside 5A 0 . Furthermore, ionization (pH: 6.7-7.3), optimization of hydrogen bond and restorative energy minimization steps were too applied to obtained the appropriate geometry of the receptor. The interactions potential of binding pocket were allotted through grid box formation near clicking around the active site of the internal ligand.
Ligand library
The 
RESULTS & DISCUSSION
The internal ligand plus phytochemicals from Arisaema genus ( In addition, π-π stacking (Phe25) was also observed. should be further assessed in order to minimize the adverse effects of synthetic drugs. Thus, current preliminary study might be act as an important breakthrough for future researchers to unbolt Arisaema species biological spectrum origin from natural sources.
